ABSTRACT Here, we report the annotated draft genome sequences of nine different cyanobacteria, which were originally collected from different habitats, including hot springs, terrestrial, freshwater, and marine environments, and cover four of the five morphological subsections of cyanobacteria.
tigs binned to Cyanobacteria were scaffolded using BESST version 2.2.4 (https://github. com/ksahlin/BESST) and FinishM version 0.0.9 (https://github.com/wwood/finishm) and then polished using Pilon version 1.20 (10) . Scaffolds were taxonomically classified using Kaiju (11) and PhyloPythiaSϩ (12) . Those not assigned to Cyanobacteria were manually checked using BLASTN (13) , and contaminants were removed. The final assemblies were annotated using the NCBI PGAAP (14) .
Accession number(s).
The draft genome sequences of the nine cyanobacterial strains have been deposited as NCBI whole-genome shotgun (WGS) projects at DDBJ/ EMBL/GenBank under the accession numbers listed in Table 1 ; the versions described in this paper are the first versions.
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